Sequence-Based Synteny Analysis of Multiple Large Genomes.
Current methods for synteny analysis provide only limited support to study large genomes at the sequence level. In this chapter, we describe a pipeline based on existing tools that, applied in a suitable fashion, enables synteny analysis of large genomic datasets. We give a hands-on description of each step of the pipeline using four avian genomes for data. We also provide integration scripts that simplify the conversion and setup of data between the different tools in the pipeline.